Computational approaches for the discovery of bacterial small RNAs.
Recent work has uncovered a growing number of bacterial small RNAs (sRNAs), some of which have been shown to regulate critical cellular processes. Computational approaches, in combination with experiments, have played an important role in the discovery of these sRNAs. In this article, we first give an overview of different computational approaches for genome-wide prediction of sRNAs. These approaches have led to the discovery of several novel sRNAs, however the regulatory roles are not yet known for a majority of these sRNAs. By contrast, several recent studies have highlighted the inverse problem where the functional role of the sRNA is already known and the challenge is to identify its genomic location. The focus of this article is on computational tools and strategies for identifying these specific sRNAs which function as key components of known regulatory pathways.